A Gram-positive, aerobic, non-motile, short rod, designated SMC46 T , was isolated from a spent mushroom compost sample collected in the Suwon region, South Korea. 16S rRNA gene sequence analysis revealed that strain SMC46
(5KACC 13354
T 5NBRC 106304 T ).
The family Microbacteriaceae was first proposed by Park et al. (1993) and emended by Stackebrandt et al. (1997) and Zhi et al. (2009) . Members of the family are irregularly shaped, aerobic, non-motile or motile, non-spore-forming and Gram-positive and have high DNA G+C content. At the time of writing, the family includes 34 genera that are differentiated on the basis of chemotaxonomic characteristics, such as the diagnostic diamino acids of the cell-wall peptidoglycan (2,4-diaminobutyric acid, lysine and ornithine), the major respiratory quinones (menaquinones 7-14), the cellular fatty acids (anteiso-C 15 : 0 , anteiso-C 17 : 0 , iso-C 14 : 0 , iso-C 15 : 0 and iso-C 16 : 0 ) and the DNA G+C content (59-75 mol%). Members of the family have been isolated from different habitats, such as distilled water, freshwater, groundwater, ice, insect gut, lichen, plant, sea sediment, seawater, seaweed, sewage and soil Cook et al., 2008; Evtushenko et al., 2000; Han et al., 2003; Katayama et al., 2009; Lee, 2007; Lee et al., 2008; Li et al., 2010; Männistö et al., 2000; Sheridan et al., 2003; Tiago et al., 2005 Tiago et al., , 2006 Vaz-Moreira et al., 2008; Yoon et al., 2006) .
In Korea, button mushrooms (Agaricus bisporus) are cultivated on substrates mainly composed of rice straw amended with animal manure and gypsum. Spent mushroom compost was taken from a mushroom cultivation facility in Suwon, Korea, for a study on cultivable bacteria. One bacterial strain, designated SMC46 T , was isolated using the plating technique on R2A agar (Difco) at 28 u C.
The cell morphology and motility of strain SMC46
T was examined by light microscopy (AXIO; Zeiss) and transmission electron microscopy (LEO model 912AB; Zeiss) using cells grown for 2 days on R2A agar at 28 u C. For transmission electron microscopy, cells were negatively stained with 0.5 % (w/v) uranyl acetate. Conditions for growth were determined in R2A broth for up to 14 days at 4, 10, 15, 20, 25, 28, 30, 35, 37, 40 and 45 u C, at pH 5.0-10.0 (at intervals of 1.0 pH units, with the pH adjusted using citrate/phosphate or Tris/hydrochloride buffers; Breznak & Costilow, 1994) and with 0, 1, 2, 3, 5 and 7 % (w/v) NaCl. Cell staining was tested according to the method of Hucker (Smibert & Krieg, 1994) . Catalase and oxidase activities were examined by observing bubble production in 3 % (v/v) hydrogen peroxide solution and using 1 % (w/v) tetramethyl-p-phenylenediamine (bioMérieux),
respectively. Casein degradation was tested on nutrient agar (NA; Difco) containing milk powder (5 %, w/v). Starch and tyrosine degradation was tested on NA containing 1 % (w/v) starch and 0.1 % (w/v) tyrosine. CM-cellulose and Tween 80 was examined on NA amended with 1 % (w/v) substrates. DNase activity was determined with DNase test agar (Difco). Anaerobic growth was investigated by incubation in the BBL GasPak anaerobic system (Difco) for 14 days at 28 u C on R2A agar containing 0.5 % Na 2 SO 4 , 0.5 % NaNO 3 , 0.5 % NaHCO 3 or 0.02 % FeCl 3 . Enzyme activities, utilization of carbon sources and acid production from substrates were tested using the API ZYM, API 20 NE and API ID 32GN kits (bioMérieux), according to the manufacturer's protocol. Cells of strain SMC46
T were Gram-positive, aerobic, nonmotile, short rods (Fig. S1 , available in IJSEM Online). Colonies were white, round and convex after 3 days of growth at 28 u C on R2A agar. Growth occurred on R2A agar, NA and trypticase soy agar (Difco), but not on MacConkey agar (Difco). Other phenotypic characteristics are given in the species description.
Isolation of chromosomal DNA and amplification and direct sequencing of the 16S rRNA gene was carried out as described previously (Weon et al., 2006) . The resulting sequence was aligned using the ARB software package (Ludwig et al., 2004) and added to the alignment of the SILVA SSURef 106 database (release April 2011; Pruesse et al., 2007) . The aligned nucleotide positions with 30, 40 and 50 % conservation filters (LTPs100_ssu_10, LTPs100_ssu_30 and LTPs100_ssu_50) and without filter were used for phylogenetic analyses in MEGA version 4.0 (Tamura et al., 2007) . Phylogenetic trees were inferred using neighbour joining with Kimura's two-parameter model and using maximum parsimony. To determine the closest phylogenetic neighbours of strain SMC46 According to the neighbourjoining phylogenetic tree (Fig. 1) , strain SMC46
T fell within a cluster with members of the genera Clavibacter, Subtercola, Marisediminicola, Frigoribacterium and Frondihabitans of the family Microbacteriaceae and, although the branching pattern varied a little between treeing methods, the grouping of strain SMC46 T with these genera was confirmed in other trees (data not shown). The DNA G+C content of strain SMC46 T was determined by HPLC (Mesbah et al., 1989) and was 68 mol%.
Analysis of the cell wall and fatty acids was conducted using cells grown for 48 h on trypticase soy agar at 28 u C. Menaquinones and polar lipids were extracted and analysed as described by Minnikin et al. (1984) . The cellular fatty acids were extracted, methylated and separated by GC (model 6890; Hewlett Packard) according to the protocol of the Sherlock Microbial Identification System (MIDI; Sasser, 1990) . The fatty acid methyl esters were identified and quantified using the TSBA 6 database (version 6.10) of the Sherlock Microbial Identification System. For peptidoglycan analysis, the preparation of cellwall biomass and determination of the amino acid isomers and their molar ratios in the cell-wall hydrolysates was performed using the method described by Hamada et al.
(2010) using LC-MS (model LCMS-2020; Shimadzu). The acyl type of the cell wall was analysed according to the method of Uchida & Aida (1984) . The fatty acids were anteiso-C 15 : 0 (48.2 %), iso-C 16 : 0 (24.7 %), anteiso-C 17 : 0 (22.5 %), iso-C 15 : 0 (1.6 %), iso-C 14 : 0 (1.4 %), C 16 : 0 (1.1 %) and iso-C 17 : 0 (0.5 %). The major menaquinone was MK-11 (62 %) and there was also a considerable amount of MK-12 (38 %). The polar lipid profile contained diphosphatidylglycerol, phosphatidylglycerol and an unidentified glycolipid (Fig. S2) . The peptidoglycan contained glutamic acid, glycine, alanine and 2,4-diaminobutyric acid (A 2 bu) in the molar ratio of 1.2 : 1.8 : 1.0 : 2.3. Enantiomeric analysis of the peptidoglycan amino acids revealed that the presence of DGlu, D-Ala, Gly and L-A 2 bu. These data suggested that the cell-wall peptidoglycan of strain SMC46
T was of the B type (Schleifer & Kandler, 1972) , with an interpeptide bridge of the peptidoglycan containing L-A 2 bu, and an L-A 2 bu residue at position 3 of the peptide subunit. This peptidoglycan structure has not been previously described. The acyl type was acetyl.
Phylogenetic analysis on the basis of the 16S rRNA gene sequence revealed that strain SMC46
T belonged to the family Microbacteriaceae. However, strain SMC46
T formed a distinct lineage within the family Microbacteriaceae. The isolate could be differentiated from closely related genera on the basis of chemotaxonomic characteristics such as fatty acids, polar lipids, menaquinones and peptidoglycan structure (Table 1) . Furthermore, strain SMC46
T had a previously unknown peptidoglycan structure.
On the basis of phylogenetic chemotaxonomic analysis, strain SMC46
T represents a novel genus and species, for which the name Compostimonas suwonensis gen. nov., sp. nov. is proposed. (Bendinger et al., 1992; Collins & Bradbury, 1992; Groth et al., 1996; Evtushenko et al., 2000) ; 4, Cryobacterium Zgurskaya et al., 1993; Sasaki et al., 1998; Dorofeeva et al., 2002); 12, Subtercola (Männistö et al., 2000) . DAB, Diaminobutryic acid; DMA, dimethyl acetal; DPG, diphosphatidylglycerol; GL, unknown glycolipid; L, unknown lipid; PG, phosphatidylglycerol; PL, unknown phospholipid; +, positive; V, variable; 2, negative; ND, no data available. 
Range 10-37 10-37 12 11, 12 10, 9 8, 9, 10, 11, 12 9 8, 7, 9 12, 11, 10, 13, 9 10, 11, 9, 7 10 10, 9, 11, 8 10, 8, 9, 11 9, 10, 12, 13, 11, 8 Displays the following characteristics in addition to those given in the genus description. Colonies are white, round and convex after 3 days of growth at 28 u C on R2A agar. Cells are short rods (0.4-0.6 mm wide and 0.7-2.4 mm long). Grows at 10-37 u C (optimum 28 u C), between pH 6.0-8.0 (optimum pH 7) and with 3 % NaCl (optimum ,1 % NaCl The predominant fatty acids (.10 %) are anteiso-C 15 : 0 , iso-C 16 : 0 and anteiso-C 17 : 0 and the minor fatty acids are iso-C 15 : 0 , iso-C 14 : 0 , C 16 : 0 and iso-C 17 : 0 . The DNA G+C content of the type strain is 68 mol%.
The type strain is SMC46 T (5KACC 13354 T 5NBRC 106304 T ), isolated from spent mushroom compost.
